
Histone H2A Family - MUSCLE Alignment

                                                                                                                                                                                                                                                                                                                                                                                                                                                                                               
           976083|Homo_sapiens ---------------------MP-RR----RRRRGSSGAG-------GRG--------------RTCSR-TVRAELSFSVS-QVE-RSLREGHYAQ-RLSRTAPVYLAAVIEYLTAKVPELAGNEAQNS--GERNITPLLLDMVVHNDRLLSTLFNTTTISQ--VAP--------------------GED------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   115
         51477535|Homo_sapiens ---------------------MP-RR----RRRRGSSGAG-------GRG--------------RTCSR-TVRAELSFSVS-QVE-RSLREGHYAQ-RLSRTAPVYLAAVIEYLTAKVLELAGNEAQNS--GERNITPLLLDMVVHNDRLLSTLFNTTTISQ--VAP--------------------GED------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   115
         20983170|Mus_musculus ---------------------MA-KK--------------------MQRR--------------RRQKRTHSQRG-EFPLS-LVD-RFLPEGNHSG-RLSSSAPVILDSVLEYLSSNILELAGEVAYTT--GRKRIAPEDVGLVVQNNEQLCQLFKP-----------GATSV-----FDPP-----------EPDD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------N   109
         38086068|Mus_musculus ---------------------MA-RK--------------------MQRR--------------RRQKRTCSQRG-ELPLS-LVD-HFLREEIHSS-RLSSSTLSFLTSVLEYLTSNILELAGEVAHTT--GRKRIAPEDVRLVVQNNEQLHQLFKP-----GGT---SVNEP-----PEPD-----NNG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   110
         38086080|Mus_musculus ---------------------MA------------KIMQR-------RRR--------------QKRAR-SQRGEL--PLS-LVD-RFLREEIHSS-RLSSSALPFLTSVLEYLTSNILELAGEVAHTT--GRKCVAPEDVHLVVQNNEQLRQLFKS-----GGT---SVNEP-----PEPD------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DN   109
         12838755|Mus_musculus ---------------------MA-KK------------------MQRRRR--------------QKRTR-SQRGEL--PLS-LVD-RFLREEFHSS-RLSSSALSFLTSVLEYLTSNILELAGEVAHTT--GRKRVTPEDVRLVVQNNEQLRQLFKP-----GGT---SVNED---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DN   105
         29436562|Mus_musculus ---------------------MA-KK------------------MQRRRR--------------QKRTR-SQRGEL--PLS-LVD-RFLREEFHSS-RLSSSALSFLTSVLEYLTSNILELAGEVAQTT--GRKRIAPEDVRLVVQNNEQLRQLFKP-----GGT---SVNED---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DN   105
    34933280|Rattus_norvegicus ---------------------MA-GK---------------------RRR--------------RNISR-SRRAELQFPVS-RVD-RFLREGNYSR-RLSSSAPVFLAGVLEYLTSNILELAGEEAHTS--GRKRISPEHLCRVVQNNDQLHQLFKEGTK--------SVFES-----ADPD------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EN   108
         38087849|Mus_musculus ---------------------MA-RK------------SQ------RRRR--------------WKITH-SQRAELQFPVS-RVD-RFLGEGIYSR-RLSSSALVFLVGVLEYLTPNILGLAGEVTHTS--GMKRIAPEHVCQVVQNKEQLHQLFK-----QGGT---SVFEP-----PEPEDN------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   111
         12839761|Mus_musculus ---------------------MA-RK------------RQ------RRRR--------------RKVTR-SQRAELQFPVS-RVD-RFLREGNYSR-RLSSSAPVFLAGVLEYLTSNILELAGEVAHTT--GRKRIAPEHVCRVVQNNGQLHQLFK-----QGGT---SVFEP-----PEPDDN------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   111
         13386112|Mus_musculus ---------------------MA-RK------------RQ------RRRR--------------RKVTR-SQRAELQFPVS-RVD-RFLREGNYSR-RLSSSAPVFLAGVLEYLTSNILELAGEVAHTT--GRKRIAPEHVCRVVQNNEQLHQLFK-----QGGT---SVFEP-----PEPDDN------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   111
17544704|Caenorhabditis_elegan ------------------MARLK-QR---PNRILNT--ST--------KT---SSAK-KKK---KRISR-STRSGLTFPVG-RIH-RKLRETTRGKQRISAGASVFMAATLEYLTTELMEMSAIAANES--KKSRVTPRHLHLAIYGDQETAQLLDKVTLPQGGVTPMPIHPS-----LLPKKK---AKE---DDKE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NNS   145
    8096194|Lilium_longiflorum ---------------------MI-SS--------ANNKGA-------GTS--------------RRKLR-SEKAALQFSVS-RVE-YSLKKGRYCR-RLGATAPVYLAAVLENLVAEVLEMAANVTEKH--KRIVIKPRHIMLAVRNDVEVNKLFHGVTISASGVVP-KTRKE-----LDRRKR---RST---SQAD-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
    4582645|Lilium_longiflorum -----------------MISSAN-NK------------GA-------GTS--------------RRKLR-SEKAALQFSVS-RVE-YSLKKGRYCR-RLGATAPVYLAAVLENLVAEVLDMAANVTEET--SPIVIKPRHIMLAPRNDVEVEQAVSR-----------CHHLG-----IRCR-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P   110
      29249514|Giardia_lamblia ---------------------MS-TK--------PVKDNS------------------------KMKSR-SARAGISFPIG-RIH-RHLREGRYAE-RISSDAPVYLAAVLENVVAEVFREACNHRDKK--SQKRIVPNHILTALRKDKELATIFANVTIREGGVAR-SAKEG----------R---EGKGSHRSQD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L   124
  6006735|Giardia_intestinalis ---------------------MS-TK--------PVKDNS------------------------KMKSR-SARAGISFPIG-RIH-RHLREGRYAE-RISSDAPVYLAAVLENVVAEVFREACNHRDKK--SQKRIVPNHILTALRKDKELATIFANVTIREGGVAR-SAKEG----------R---EGKGSHRSQD----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------L   124
     17044305|Leishmania_major ----------------------------------MA--TP-------RSA---KKAA---R---KSSTK-SAKAGLIFPVG-RVG-GMMRRGQYAR-RIGSSGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLSPRTVMLAARHDDDISSLLRKVTLSHSGVVP-SASKA-----VAKK-K---GGK---KGKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  27977615|Leishmania_mexicana ----------------------------------MA--TP-------RSA---KKAS---R---KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RVGASGAVYMTAVLEYLTAELLELSVKAAAQSGKKRCRLIPRTVMLAARHDDDISSLLKNVTLSHSGVVP-SVSKA-----MSKK-K---GGK---KLKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  13384081|Leishmania_infantum ----------------------------------MA--TP-------RSA---KKAA---R---KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGVSGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGMLLKNVTLSHSGVVP-NISKA-----MAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  16973353|Leishmania_infantum ----------------------------------MA--TP-------RSA---KKAT---R---KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAH-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDICMLLKNVTLSRSGVVP-SASKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  16973351|Leishmania_infantum ----------------MATPRSA-KK---------------------ATR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDICMLLKNVTLSRSGVVP-SVSKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  16973352|Leishmania_infantum ----------------MATPRSA-KK---------------------ATR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDICMLLKNVTLSRSGVVP-SVSKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TLSA   132
      9498|Leishmania_donovani ----------------MATPRSA-KK---------------------AVR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGTLLKNVTLSHSGVVP-NISKA-----MAKK-K---GGK---KGKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
    121960|Leishmania_infantum ----------------MATPRSA-KK---------------------AVR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGTLLKNVTLSHSGVVP-NISKA-----MAKK-K---GGK---KGKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  16973360|Leishmania_infantum ----------------------------------MA--TP-------RSA---KKAA---R---KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGTLLKNVTLSHSGVVP-NISKA-----MAKK-K---GGK---KGKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPNA   132
  16973359|Leishmania_infantum ----------------MATPRSA-KK---------------------AAR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGMLLKNVTLSHSGVVP-SVSKA-----MAKK-K---GGK---KGKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPNA   132
      9492|Leishmania_donovani ----------------MATPRSA-KK---------------------AAR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGTLLKNVTLSHSGVVP-SVSKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
    422268|Leishmania_donovani ----------------MATPRSA-KK---------------------AAR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGTLLKNVTLSHSGVVP-SVSKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
    121969|Leishmania_infantum ----------------MATPRSA-KK---------------------AAR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGTLLKNVTLSHSGVVP-SVSKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  16973355|Leishmania_infantum ----------------MATPRSA-KK---------------------AAR--------------KSGSK-SAKCGLIFPVG-RVG-GMMRRGQYAR-RIGASGAVYLAAVLEYLTAELLELSVKAAAQSGKKRCRLNPRTVMLAARHDDDIGMLLKNVTLSHSGVVP-SVSKA-----VAKK-K---GGK---KGRA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
 2138317|Crithidia_fasciculata -----------------MEVNPS-GA------------KE-------AAF--------------QSGSK-SAKAGLIFPVG-RVG-SMLRRGQYAR-RIGAAGAVYMTAVVEYLTAELLELSVKAAAQSGKKPRRLSPRTVTMAVRHD-DIGSLLKNVTMSRGGVVP-SINKA-----LAKK-K---GGK---KSKA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   132
  24286546|Trypanosoma_rangeli ----------------MATPKQV-SK------------KA-------SRK--------------RSGGR-SAKAGLIFPVG-RVG-SLLRRGQYAR-RVGASGAVYMAAVLEYLTAELLELSVKAASQQAKRPKRLTPRTVTLAVRHDDDLGTLLRNVTLSRGGVMP-SLNKA-----LAKKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   135
     2222802|Trypanosoma_cruzi ----------------MATPKQA-AK------------KA-------SKK--------------HGGGR-SAKAGLIFPVG-RVG-SLLRRGQYAR-RIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLKNVTLSRGGVIP-SLNKA-----VAKKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   135
      102146|Trypanosoma_cruzi ----------------MATPRQA-AK------------KA-------SKK--------------RSGGR-SAKAGLIFPVG-RVG-SLLRRGQYAR-RIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVAHDDDLGMLLKDVTVSRGGVMP-SLNKA-----LAKKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   135
     1781355|Trypanosoma_cruzi --------------------------------------GG----------------------------R-SAKAGLIFPVG-RVG-SLLRRGQYAR-RIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLKDVTLSRGGVMP-SLNKA-----LAEKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   119
     5852931|Trypanosoma_cruzi ----------------MATPKQA-AK------------KA-------SKK--------------RSGGR-SAKAGLIFPVG-RVG-SLLRRGQYAR-RIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGTLLKDVTLSRGGVMP-SLNKA-----LAKKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   135
    19424457|Trypanosoma_cruzi ----------------MATPKQA-AK------------KA-------SKK--------------RSGGR-SAKAGLIFPVG-RVG-SLLRRGQYAR-RIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLKDVTLSRGGVMP-SLNKA-----LVKKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   135
    19424458|Trypanosoma_cruzi ----------------MATPKQA-AK------------KA-------SKK--------------RSGGR-SAKAGLIFPVG-RVG-SLLRRGQYAR-RIGASGAVYMAAVLEYLTAELLELSVKAASQQAKKPKRLTPRTVTLAVRHDDDLGMLLKDVTLSRGGVMP-SLNKA-----LAKKHK---SSK---KARA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSA   135
29841134|Schistosoma_japonicum ---------------------MS-GR---GKARKAA--GG------------------------KKHTK-SNRAGLVISVS-RVH-RYMKKGRYAR-RTSIAASVYMSAVIEYLVAEVNELSGNAAKAN--KRKTITPRHIMLGVRNDAELNELLKHVHISHGGVLP-CIHPA-----LLKR-KGVLTNS---PGQG--------------------GAAISGTGLSSRQA-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------SSGIASSAMVAS   156
      55639743|Pan_troglodytes ---------------------MS-GC--------GK--QS-------NKA---------CT---EAKTQ-PSWVSLQFLTG-CVH-LLLFKGNYYE-KVRADMPVCLVVVLECLITQILELAGNETCDN--KKTCIILHHLQLASCNNEDINKLLGKVIITQVTVLP-NIQAM-----MLPK-K---TES---HLKV--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------KEK   130
  49650791|Yarrowia_lipolytica ------------------MSGGK-GK-----GGKGK--GG-------KGK---GGKA-SAAVEGAQQSH-SSRAGLQFPVG-RIK-RYMKKSVQNKVRVGAKAAIYIAAVLEYLTAEVLELAGNAARDL--KVKRITPRHLQLAIRGDEELDTLIQA-TIAYGGVMP-HINKA-----LLLK-V---EQH---KKK------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   140
 40740471|Aspergillus_nidulans ---------------------MPGGK--------GKSIGGKAGSKDSAGK--------------AQKSH-SAKAGLQFPCG-RVK-RFLKNNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDEELDTLIRA-TIAFGGVLP-RINRA-----LLLK-----VEQ---KKKK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DA   136
      42545164|Gibberella_zeae ------------------MPGGK-GK---SSGGKSS--GG-------KTS---GTEG-ANK---KQQSH-SARAGLQFPCG-RVK-RFLKQNTQQKMRVGAKAAVYVTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDEELDTLIRA-TIAYGGVLP-HINRA-----LLLK-V---EQK---KKAK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ALEG--------   144
    32409443|Neurospora_crassa --------------------MAG-GK---GKSSGGKSSGG-------KTS-GVEGPK-------KQQSH-SARAGLQFPCG-RVK-RFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDEELDTLIRA-TIAFGGVLP-HINRA-----LLLKVE---QKK---KAKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QEA   143
   38106827|Magnaporthe_grisea -M-------------------AG-GK---GKSSGGKSSGG--------KT---SGEG--PK---KQQSH-SARAGLQFPCG-RVK-RFLKQNTQNKMRVGAKAAVYVTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDEELDTLIRA-TIAFGGVLP-HINRA-----LLLKVE---QKK---KNKQ--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------IEA   142
     46442009|Candida_albicans ---------------------MS-GK--------GKVHGG-------KGK--------SSEIAKSSTSH-SARAGLQFPVG-RVK-RYLKRNAQNKIRVGSKAAIYLTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDEELDNLIKA-TIAYGGVLP-HINKA-----LLLK-----VEK---KKGQ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------K   133
49655239|Debaryomyces_hansenii ---------------------MS-GK--------GKVHGG-------KGK-SSETAK-------STTSH-SARAGLQFPVG-RIK-RYLKRTAQNKIRVGSKSAIYLTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDEELDNLIKA-TIAFGGVLP-HINKA-----LLLK-----VEK---KKQK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
6324562|Saccharomyces_cerevisi ---------------------MS-GK---AHGGKGK--SG-------AKD---SGSL-------RSQSS-SARAGLQFPVG-RIK-RYLKRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDDELDSLIRA-TIASGGVLP-HINKA-----LLLK-----VEK---KGSK----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------K   134
45185671|Eremothecium_gossypii ---------------------MS-GK---VHGGKGK--SG-------AKD---GGPL-------GSQSH-SARAGLQFPVG-RIK-RYLKKNAAGKTRVGSKAAIYLTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDDELDSLIRA-TIASGGVLP-HINKA-----LLLK-----VEK---KTHK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   133
 50305007|Kluyveromyces_lactis ---------------------MS-GK---VHGGKGK--SG-------AKD---SGSL-------KSQSH-SARAGLQFPVG-RVK-RYLKRNAAGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAAKDL--KVKRITPRHLQLAIRGDDELDSLIRA-TIASGGVLP-HINKA-----LLLKVE---------KKHK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   132
50255952|Cryptococcus_neoforma ---------------------MS-SK-------VGGGKGG-------KSK--------TSSEAKVLTTR-SSKAGLQFPVG-RIH-RFLRNKNANNVRIGAKAAVYVASIMEYLTAEVLELAGNAAKDL--RVKRITPRHLQLAIRGDEELDLLIRA-TIAGGGVLP-HIHKS-----LVAKNA---PLK---KPKA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LDA   138
  4678383|Arabidopsis_thaliana -MV---------------CNTNI-LK----------------------DV---STKI-SAF---ENVRM-IMVEGEMFQVA-RIH-KQLKNRVSAHSSVGATDVVYMTSILEYLTTEVLQLAENTSKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIIGGSVIP-HIH-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   118
      46096147|Ustilago_maydis ------------------MSDPR-AK---GGK------GG--------AA---NAKN-EPK---KQTTQ-SARAGLQFPVG-RIH-RHLKSRTQNHVRIGAKAAVYTSAILEYLTAEVLELAGNASKDM--RLKRITPRHLQLAIRGDEELDSMVRA-TIAGGGVLP-HIHKT-----LIKA-P---SKK---KALE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   135
121991|Tetrahymena_thermophila ---------------------MAGGK----GGKGGKGGKGGKVGGAKNKK--------------TPQSR-SYKAGLQFPVG-RIH-RFLKGRVSAKNRVGATAAVYAAAILEYLTAEVLELAGNASKDF--KVRRITPRHLLLAIRGDEELDILIKA-TIAGGGVIP-HIHKA-----LLGKHS---TKNRSSAKTA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EPR   146
578566|Tetrahymena_thermophila -------------------GGKG-GK--------GGKVGG-----AKNKK--------------TPQSR-SYKAGLQFPVG-RIH-RFLKGRVSAKNRVGATAAVYAAAILEYLTAEVLELAGNASKDF--KVRRITPRHLLLAIRGDEELDILIKA-TIAGGGVIP-HIHKA-----LLGKHS---TKNRSSAKTA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EPR   138
46227194|Cryptosporidium_parvu ----------------MDGATSS-GK---IGGKVGGKVGG-------KGK-AGSGKG-SKK---QPTSR-AARAGLQFPVG-RIQ-RMLKHRIPGDCRVGSTASVYAAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDSLIKA-TIAGGGVIP-HIEKSLMGKALIGK-K---GKK---GNMS----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P   152
54659651|Cryptosporidium_homin ------------MDGATSSGKIG-GK---VGGKVGG--KG-------KAG---SGKG-SKK---QPTSR-AARAGLQFPVG-RIQ-RMLKHRIPGDCRVGSTASVYAAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDSLIKA-TIAGGGVIP-HIEKSLMGKALIGK-K---GKK---GNMS----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------P   152
    20514361|Toxoplasma_gondii -------------------MDGA-GK---VGGKVGGKVGGKVGGMGKGGK-GKSGSGKGKK---APLSR-AARAGLQFPVG-RVH-RMLKSRISSEGRVGSTAAVYASAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKA-TIAGGGVIP-HIHKS-----LMTKGP---STQPMKKAKK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   155
16805290|Plasmodium_falciparum -------------------MEVP-GK--VIGGKVGGKVGGKVLGLGKGGK-GKTGSGKTKK---APLSR-ASRAGLQFPVG-RVH-RMLKSRISSDGRVGSTAAVYAAAILEYLTAEVLELAGNATKDL--KVKRITPRHLQLAIRGDEELDTLIKA-TIAGGGVIP-HIHKA-----LMNKVPLPPTAQ---KKPK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------KN   158
    23478858|Plasmodium_yoelii ---------MLIIICYNFIFSLA-GS------------GK-------TKK--------------APLSR-ASRAGLQFPVG-RVH-RMLKTRISSDGRVGSTAAVYAAAILEYLTAEVLELAGNATKDL--KVKRITPRHLQLAIRGDEELDTLIKA-TIAGGGVIP-HIHKA-----LMNKVPVPPTQT---KKPK---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------KN   141
      55639967|Pan_troglodytes ---------------------MADGK-------AGKDSGK-------AKT--------------KAVSR-SQRAGLQFPEG-CIH-QHLKSRTTGHRHVGATAAVYSAAILEYLTAEGLELAGNASKDL--KVKCILPLVTCNLLFVQMKNWILIKA-TIAGGGVIP-HIHKS-----LIGK-----KGQ---QKTV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
 21595470|Arabidopsis_thaliana ---------------------MA-GK------------GGKGLLAAKTTA----AAANKDSVKKKSISR-SSRAGIQFPVG-RIH-RQLKQRVSAHGRVGATAAVYTASILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LVNK-----------VTKD-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   136
 21592838|Arabidopsis_thaliana ---------------------MA-GK------------GGKGLVAAKTMA----ANKDKDKDKKKPISR-SARAGIQFPVG-RIH-RQLKTRVSAHGRVGATAAVYTASILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------TTKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   136
          6319146|Oryza_sativa ---------------------MA-GK--------GG--KGLLAAKTTAAKAAADKDKDRKK---APLSP-SSRAGIQFPVG-RIH-RQLKGRVSANGPVGATAAVYTAAILEYLTGEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------TAKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
         37534390|Oryza_sativa ---------------------MA-GK--------GG--KGLLAAKTTAAKAAADKDKDRKK---APVSR-SSRAGIQFPVG-RIH-RQLKGRVSANGRVGATAAVYTAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------TAKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
         20042981|Oryza_sativa ---------------------MA-GK--------GG--KGLLAAKTTAAKAAADKDKDRKK---APVSR-SSRAGIQFPVG-RIH-RQLKGRVSANGRVGATAAVYTAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------TAKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
         50918585|Oryza_sativa ---------------------MA-GK-------GGKGLLA-------AKTTAAKSAEKDKG-KKAPVSR-SSRAGLQFPVG-RIH-RQLKQRTQANGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------SSKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   137
         34902610|Oryza_sativa ---------------------MA-GK-------GGKGLLA-------AKTTAAKSADKDKDKKKAPVSR-SSRAGLQFPVG-RIH-RQLKSRASAHGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------TSKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   138
       30024110|Pinus_pinaster ---------------------MS-GK--------GA--KGLLMGKSSAPVNNNNNKDKDKK---KPVSR-SSRAGLQFPVG-RIH-RLLKSRISANGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDTLIKG-TIAVGGVVF-HIHKS-----LINK-----------SSKD-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   139
 21536635|Arabidopsis_thaliana ---------------------MS-GK--------GA--KG----LIMGKP-SGSDKDKDKK---KPITR-SSRAGLQFPVG-RVH-RLLKTRSTAHGRVGATAAVYTAAILEYLTAEVLELAGNASKDL--KVKRISPRHLQLAIRGDEELDTLIKG-TIAGGGVIP-HIHKS-----LINK-----------SAKE-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   134
39587596|Caenorhabditis_briggs ---------------------MAGGK-----GKAGKDSGK-------SKS--------------KVVSR-SARAGLQFPVG-RIH-RFLKQRTTSSGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPRHLHLAIRGDEELDTLIKA-TIAGGGVIP-HIHRY-----LMNKKGAPVPGQKAAGAPG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QGPQ   142
17541830|Caenorhabditis_elegan ---------------------MAGGK-----GKAGKDSGK-------SKS--------------KVVSR-SARAGLQFPVG-RIH-RFLKQRTTSSGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPRHLHLAIRGDEELDTLIKA-TIAGGGVIP-HIHRY-----LMNKKGAPVPGK--PGAPG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------QGPQ   140
       27696450|Xenopus_laevis --------------------MAG-GK-------AGKDTGK-------AKA--------------TSITR-SSRAGLQFPVG-RIH-RLLKNRTTSHGRVGGTAAVYTAAILEYLTAEVLELAGNASKDL--KVKRISPRHLQLAIRGDEELDALIKA-TIAGGGVIP-HIHKS-----LIGK-----KGQ---QKTV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
   49903574|Xenopus_tropicalis --------------------MAG-GK-------AGKDTGK-------AKA--------------TSITR-SSRAGLQFPVG-RIH-RLLKNRTTSHGRVGGTAAVYTAAILEYLTAEVLELAGNASKDL--KVKRISPRHLQLAIRGDEELDALIKA-TIAGGGVIP-HIHKS-----LIGK-----KGQ---QKTV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
      55630804|Pan_troglodytes --------------------MTG-GK-------AGKDSGK-------AKT--------------KAVSR-CQRAGLQFPVG-RIH-LHLKSRTTNHGRVGATAAVYSAAILKYLTAEVLELAGNASKDL--KVKRSTTGHLQLAIRGDEELDSLIKA-TIAGGGVIP-HIHKS-----LTGK-----KGQ---QKTV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
         29735974|Homo_sapiens --------------------MTG-GK-------AGKDSGK-------AKT--------------KAVSR-CQRAGLQFPVG-RIH-LHLKSRTTNHGRVGATAAVYSAAILKYLTAEVLELAGNASKDL--KVKRSTTGHLQLAIRGDEELDSLIKA-TIAGGGVIP-HIHKS-----LTGK-----KGQ---QKTV-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
    27664906|Rattus_norvegicus --------------------MAG-GK-------AGKDNGK-------AKA--------------KAVSR-SQRAGLQFPVG-RIH-RHLKTRATSRGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPSHLQLAIRGDEELDSLINA-TIAGGGVIP-HIHKS-----LIGK-----KGQ---QKTA-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
     21703314|Boltenia_villosa --------------------MAG-GK-------AGKDSGK-------AKA--------------KAISR-SARAGLQFPVG-RIH-RHLKSRSTSHGRVGATAAVYSAAILEYLTAEVLELAGNASKDL--KVKRITPRHLQLAIRGDEELDSLIKA-TIAGGGVIP-HIHKS-----LIGK-----KGQ---QKAP-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   128
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